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ced-3 Genomic Sequence 

AGATCTGAAATAAGGTGATAAATTAATAAATTAAGTGTATTTCTGAGGAAATTTGACTGT 
1 -- + + --- + + + --- + 60 

TTTAGCACAATTAATCTTGTTTCAGAAAAAAAGTCCAGTTTTCTAGATTTTTCCGTCTTA 
61 + + --- + + + + 120 

TTGTCGAATTAATATCCCTATTATCACTTTTTCATGCTCATCCTCGAGCGGCACGTCCTC 
121 + --- + + + + _-_ + 180 

AAAGAATTGTGAGAGCAAACGCGCTCCCATTGACCTCCACACTCAGCCGCCAAAACAAAC 
181 -- + - --- + --- + + + + 240 

GTTCGAACATTCGTGTGTTGTGCTCCTTTTCCGTTATCTTGCAGTCATCTTTTGTCGTT 
241 + + --- + + + + 300 

TTTTCTTTGTTCTTTTTGTTGAACGTGTTGCTAAGCAATTATTACATCAATTGAAGAAAA 
301 + + + + + + 360 

GGCTCGCCGATTTATTGTTGCCAGAAAGATTCTGAGATTCTCGAAGTCGATTTTATAATA 
361 -- -- + + + + + + 420 

TTTAACCTTGGTTTTTGCATTGTTTCGTTTAAAAAAACCACTGTTTATGTGAAAAACGA 
421 + - --- + --- + + + + 480 

TAGTTTACTAATAAAACTACTTTTAAACCTTTACCTTTACCTCACCGCTCCGTGTTCATG 
481 + + + + + + 540 

GCTCATAGATTTTCGATACTCAAATCCAAAAATAAATTTACGAGGGCAATTAATGTGAAA 
541 + + --- + + + + 600 

CAAAAACAATCCTAAGATTTCCACATGTTTGACCTCTCCGGCACCTTCTTCCTTAGCCCC 
601 -- - + + + + + + 660 

ACCACTCCATCACCTCTTTGGCGGTGTTCTTCGAAACCCACTTAGGAAAGCAGTGTGTAT 
661 + + + + + + 720 

CTCATTTGGTATGCTCTTTTCGATTTTATAGCTCTTTGTCGCAATTTCAATGCTTTAAAC 
721 -- + + - + + + + 760 

AATCCAAATCGCATTATATTTGTGCATGGAGGCAAATGACGGGGTTGGAATCTTAGATGA 
781 + + - + + + + 840 

GATCAGGAGCTTTCAGGGTAAACGCCCGGTTCATTTTGTACCACATTTCATCATTTTCCT 
841 + - - + + + + + 900 

GTCGTCCTTGGTATCCTCAACTTGTCCCGGTTTTGTTTTCGGTACACTCTTCCGTGATGC 
901 -- -- + + - + + + + 960 

CACCTGTCTCCGTCTCAATTATCGTTTAGAAATGTGAACTGTCCAGATGGGTGACTCATA 
961 + + _ + + + + 1020 

TTGCTGCTGCTACAATCCACTTTCTTTTCTCATCGGCAGTCTTACGAGCCCATCATAAAC 
1021 + + + + + + 1080 

TTTTTTTTCCGCGAAATTTGCAATAAACCGGCCAAAAACTTTCTCCAAATTGTTACGCAA 
1081 + --- + - + + + + 1140 

TATATACAATCCATAAGAATATCTTCTCAATGTTTATGATTTCTTCGCAGCACTTTCTCT 
1141 + + + + + + 1200 

TCGTGTGCTAACATCTTATTTTTATAATATTTCCGCTAAAATTCCGATTTTTGAGTATTA 
1201 + + + + + + 1260 

ATTTATCGTAAAATTATCATAATAGCACCGAAAACTACTAAAAATGGTAAAAGCTCCTTT 
1261 + + - + + + + 1320 

Repeat 1 

TAAATCGGCTCGACATTATCGTATTAAGGAATCACAAAATTCTGAGAATGCGTACTGCGC 
1321 j. 4. 4. j. x j. nan 



AACATATTTGACGGCAAAATATCTCGTAGCGAAAACTACAGTAATTCTTTAAATGACTAC 
1381 + + - + + -- -- + + 1440 



Fig. 3 
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Repeat 1 

TGTAGCGCTTGTGTCGATTTACGGGCTCAATTTTTGAAAATAATTTTTTTTTTCGAATTT 

1441 I::::::::!:::::::::!:::::::: + + + + 1500 

TGATAACCCGTAAATCGTCACAACGCTACAGTAGTCATTTARAGGATTACTGTAGTTCTA 
1501 + — - + _ + + + + 156Q 

GCTACGAGATATTTTGCGCGCCAAATATGACTGTAATACGCATTCTCTGAATTTTGTGTT 
1561 + + + + + + 162() 

TCCGTAATAATTTCACAAGATTTTGGCATTCCACTTTAAAGGCGCACAGGATTTATTCCA 
1621 + + _- + __. + + + 16g0 

ATGGGTCTCGGCACGCAAAAAGTTTGATAGACTTTTAAATTCTCCTTGCATTTTTAATTC 
1681 + + + + + + 174Q 

AATTACTAAAATTTTCGTGAATTTTTCTGTTAAAATTTTTAAAATCAGTTTTCTAATATT 
1741 + + + + ____ + + 18()0 

TTCCAGGCTGACAAACAGAAACAAAAACACAACAAACATTTTAAAAATCAGTTTTCAAAT 
1801 + + + + + + 186Q 

TAAAAATAACGATTTCTCATTGAAAATTGTGTTTTATGTTTGCGAAAATAAAAGAGAACT 
1861 + + + + + + 192Q 

GATTCAAAACAATTTTAACAAAAAAAAACCCCAAAATTCGCCAGAAATCAAGATAAAAAA 
1921 + + + + + + 198Q 

TTCAAGAGGGTCAAAATTTTCCGATTTTACTGACTTTCACCTTTTTTTTCGTAGTTCAGT 
1981 + + + + + + 204Q 

GCAGTTGTTGGAGTTTTTGACGAAAACTAGGAAAAAAATCGATAAAAATTACTCAAATCG 
2041 + + + + + + 210Q 

AGCTGAATTTTGAGGACAATGTTTAAAAAAAAACACTATTTTTCCAATAATTTCACTCAT 
2101 + + + + + + 2160 



TTTCAGACTAAATCGAAAATCAAATCGTACTCTGACTACGGGTCAGTAGAGAGGTCAACC 

2161 + + + + + + 222Q 

ATCAGCCGAAGATGATGCGTCAAGATAGAAGGAGCTTGCTAGAGAGGAACATTATGATGT 
2221 + + + + + + 22g0 

MMRQDRRSLLERNIMMF 
1 10 
T(nlO40) 

TCTCTAGTCATCTAAAAGTCGATGAAATTCTCGAAGTTCTCATCGCAAAACAAGTGTTGA 
2281 ---...__. + + + + + + 234Q 

SSHLKVDEILEVLIAKQVLN 
20 30 
| intron 1 

ATAGTGATAATGGAGATATGATTAATGTGAGTTTTTAATCGAATAATAATTTTAAAAAAA 
2341 + + + + + 24 

SDNGDMIN 
40 

AATTGATAATATAAAGAATATTTTTGCAGTCATGTGGAACGGTTCGCGAGAAGAGACGGG 
2401 + + + + + + 246Q 

SCGTVREKRRE 
50 
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A(n718) 

AGATCGTGAAAGCAGTGCAACGACGGGGAGATGTGGCGTTCGACGCGTTTTATGATGCTC 
2461 + + + + + + 252Q 

IVKAVQRRGDVAFDAFYDAL 
60 70 

TTCGCTCTACGGGACACGAAGGACTTGCTGAAGTTCTTGAACCTCTCGCCAGATCGTAGG 11 ^ 
2521 + + + + + + 258() 

RSTGHEGLAEVLEPLARS 
80 90 

TTTTTAAAGTTCGGCGCAAAAGCAAGGGTCTCACGGAAAAAAGAGGCGGATCGTAATTTT 
2581 + + + + + + 264Q 

GCAACCCACCGGCACGGTTTTTTCCTCCGAAAATCGGAAATTATGCACTTTCCCAAATAT 
2641 + + + + + + 270{) 

TTGAAGTGAAATATATTTTATTTACTGAAAGCTCGAGTGATTATTTATTTTTTAACACTA 
2701 + + + + + + 27g0 

ATTTTCGTGGCGCAAAAGGCCATTTTGTAGATTTGCCGAAAATACTTGTCACACACACAC 
2761 + + + ___ + + + 2g20 

ACACACATCTCCTTCAAATATCCCTTTTTCCAGTGTTGACTCGAATGCTGTCGAATTCGA 
2821 + + + + + + 2880 

VDSNAVEFE 
100 

GTGTCCAATGTCACCGGCAAGCCATCGTCGGAGCCGCGCATTGAGCCCCGCCGGCTACAC 
2881 + + + + + + 294Q 

CPMSPASHRRSRALSPAGYT 
HO 120 

TTCACCGACCCGAGTTCACCGTGACAGCGTCTCTTCAGTGTCATCATTCACTTCTTATCA 
2941 + + + + + + 30()0 

SPTRVHRDSVSSVSSFTSYQ 
130 140 

GGATATCTACTCAAGAGCAAGATCTCGTTCTCGATCGCGTGCACTTCATTCATCGGATCG 
3001 + + + + + + 30g0 

DIYSRARSRSRSRALHSSDR 
150 1 60 

| intron 3 

ACACAATTATTCATCTCCTCCAGTCAACGCATTTCCCAGCCAACCTTGTATGTTGATGCG 
3061 + + + + + + 312Q 

HNYSSPPVNAFPSQPS 
170 

Repeat 1 

AACACTAAATTCTGAGAATGCGCATTACTCAAGATATTTGACGCGCAAATATCTCGTAGC 
3121 + + + + + + 318Q 

GAAAAATACAGTAACCCTTTAAATGACTATTGTAGTGTCGATTTACGGGCTCGATTTTCG 
3181 + + + + + + 324Q 



Fig. 3 (cont.) 
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AAACGAATATATGCTCGAATTGTGACAACGAATTTTAATTTGTCATTTTTGTGTTTTCTT 

+ + + + + + 330Q 

Repeat 1 

<=============================== 

TTGATATTTTTGATCAATTAATAAATTATTTCCGTAAACAGACACCAGCGCTACAGTACT 



3360 



CTTTTAAAGAGTTACAGTAGTTTTCGCTTCAAGATATTTTGAAAAGAATTTTAAACATTT 
3361 + + + + + + 3420 

TGAAAAAAAATCATCTAACATGTGCCAAAACGCTTTTTTCAAGTTTCGCAGATTTTTTGA 
3421 + + + + + + 3480 

Repeat 2 



3481 



TTTTTTTCATTCAAGATATGCTTATTAACACATATAATTATCATTAATGTGAATTTCTTG 



3540 



TAGAAATTTTGGGCTTTTCGTTCTAGTATGCTCTACTTTTGAAATTGCTCAACGAAAAAA 
3541 + + + + + + 3600 



3601 



TCATGTGGTTTGTTCATATGAATGACGAAAAATAGCAATTTTTTATATATTTTCCCCTAT 



3660 



TCATGTTGTGCAGAAAAATAGTAAAAAAGCGCATGCATTTTTCGACATTTTTTACATCGA 
3661 + + + + + + 3?20 

============================= ========-> 

ACGACAGCTCACTTCACATGCTGAAGACGAGAGACGCGGAGAAATACCACACATCTTTCT 
3721 + + + + + + 37g0 

Repeat 2 

<============================================ ============== 

GCGTCTCTCGTCTTCAGCATGTGAAATGGGATCTCGGTCGATGTAAAAAAATGTCGAATA 



3781 



3840 



3841 



ATGTAAAAAATGCATGCGTTTTTTTACACTTTTCTGCACAAATGAATAGGGGGAAAATGT 



3900 



3901 



ATTAAAATACATTTTTTGTATTTTTCAACATCACATGATTAACCCCATTATTTTTTCGTT 



-+ 3960 



3961 



GAGCAACTTAAAAAGTAGAGAATATTAGAGCGAAAACCAAAATTTCTTCAAGATATTACC 



-+ 4020 



TTTATTGATAATTATAGATGTTAATAAGCATATCTTGAATGAAAGTCAGCAAAAATATGT 
+ + + + + + 

Fig. 3 (cont) 
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4081 + + + + _... + + 4140 

TTTTTGCATTTTTCTACATCACATGAATGTAGAAAATTAAAAGGGAAATCAAAATTTCTA 
4141 + + + + + + 4200 

GAGGATATAATTGAATGAAACATTGCGAAATTAAAATGTGCGAAACGTCAAAAAAGAGGA 
4201 + + + + + + 426Q 

AATTTGGGTATCAAAATCGATCCTAAAACCAACACATTTCAGCATCCGCCAACTCTTCAT 
4261 + + + + __ + _ + 432Q 

S A N S S F 
180 

TCACCGGATGCTCTTCTCTCGGATACAGTTCAAGTCGTAATCGCTCATTCAGCAAAGCTT 
4321 + + + + + + 4380 

TGCSSLGYSSSRNRSFSKAS 
190 200 

CTGGACCAACTCAATACATATTCCATGAAGAGGATATGAACTTTGTCGATGCACCAACCA 
4381 + + + + + + 444Q 

GPTQYIFHEEDMNFVDAPTI 
210 220 

TAAGCCGTGTTTTCGACGAGAAAACCATGTACAGAAACTTCTCGAGTCCTCGTGGAATGT 
4441 + + + + + + 450Q 

SRVFDEKTMYRNFSSPRGMC 
230 240 

GCCTCATCATAAATAATGAACACTTTGAGCAGATGCCAACACGGAATGGTACCAAGGCCG 

4501 + + + + + + 4560 

LIINNEHFEQMPTRNGTKAD 
250 260 

ACAAGGACAATCTTACCAATTTGTTCAGATGCATGGGCTATACGGTTATTTGCAAGGACA 
4561 + + + + + + 462Q 

KDNLTNLFRCMGYTVICKDN 
270 280 



I in t ron 4 

ATCTGACGGGAAGGGTACGGCGAAATTATATTACCCAAACGCGAAATTTGCCATTTTGCG 

._ + + + + + 4g80 



4621 

L T G R 



Repeat 3 

CCGAAAATGTGGCGCCCGGTCTCGACACGACAATTTGTGTTAAATGCAAAAATGTATAAT 
4681 + + + + + + 474Q 

TTTGCAAAAAACAAAATTTTGAACTTCCGCGAAAATGATTTACCTAGTTTCGAAATTTTC 
4741 + + + + + + 480{) 

GTTTTTTCCGGCTACATTATGTGTTTTTTCTTAGTTTTTCTATAATATTTGATGTAAAAA 
4801 + + + + + + 4g60 

ACCGTTTGTAAATTTTCAGACAATTTTCCGCATACAAAACTTGATAGCACGAAATCAATT 

4861 -- + + + + + + 4920 

TTCTGAATTTTCAAAATTATCCAAAAATGCACAATTTAAAATTTGTGAAAATTGGCAAAC 
4921 + + + + + + 498Q 
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GGTGTTTCAATATGAAATGTATTTTTAAAAACTTTAAAAACCACTCCGGAAAAGCAATAA 

+ + + + + + 

AAATCAAAACAACGTCACAATTCAAATTCAAAAGTTATTCATCCGATTTGTTTATTTTTG 



5040 



5100 



CAAAATTTGAAAAAATCATGAAGGATTTAGAAAAGTTTTATAACATTTTTTCTAGATTTT 
5101 + + + + + + 516Q 

TCAAAATTTTTTTTAACAAATCGAGAAAAAGAGAATGAAAAATCGATTTTAAAAATATCC 
5161 + + + + + + 5220 

Repeat 3 



5221 



ACAGCTTCGAGAGTTTGAAATTACAGTACTCCTTAAAGGCGCACACCCCATTTGCATTGG 



-+ 5280 



5281 



ACCAAAAATTTGTCGTGTCGAGACCAGGTACCGTAGTTTTTGTCGCAAAAATTGCACCAT 



5340 



TGGACAATAAACCTTCCTAATCACCAAAAAGTAAAATTGAAATCTTCGAAAAGCCAAAAA 
5341 + + + + + + 5400 

ATTCAAAAAAAAAGTCGAATTTCGATTTTTTTTTTGGTTTTTTGGTCCCAAAAACCAAAA 
5401 + + + + + + 5460 

AAATCAATTTTCTGCAAAATACCAAAAAGAAACCCGAAAAAATTTCCCAGCCTTGTTCCT 



5461 



5520 



5521 



5581 



5580 



-+ 5640 



I 

AATGTAAACTGATATTTAATTTCCAGGGAATGCTCCTGACAATTCGAGACTTTGCCAAAC 
+ + + + + + 

GMLLTIRDFAKH 
290 300 

ACGAATCACACGGAGATTCTGCGATACTCGTGATTCTATCACACGGAGAAGAGAATGTGA 

+ + + + + + 

ESHGDSAILVILSHGEENVI 
310 320 
5641 TTATTGGAGTTGATGATATACCGATTAGTACACACGAGATATATGATCT 

IGVDDIPISTHEIYDLLNAA 
330 340 

A(n2433) 

I I intron 5 

CAAATGCTCCCCGTCTGGCGAATAAGCCGAAAATCGTTTTTGTGCAGGCTTGTCGAGGCG 



5701 



NAPRLANKPKIVFVQACRG 

350 360 



-+ 5760 



GTTCGTTTTTTATTTTAATTTTAATATAAATATTTTAAATAAATTCATTTTCAGAACGTC 
5761 + + + + + + 5820 

R R 



5821 



GTGACAATGGATTCCCAGTCTTGGATTCTGTCGACGGAGTTCCTGCATTTCTTCGTCGTG 
+ + + + + + 

DNGFPVLDSVDGVPAFLRRG 
370 380 



-+ 5880 
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T{nll65) 

GATGGGACAATCGAGACGGGCCATTGTTCAATTTTCTTGGATGTGTGCGGCCGCAAGTTC 
5881 + + + + + + 5940 

WDNRDGPLFNFLGCVRPQVQ 
390 400 

| intron 6 

AGGTTGCAATTTAATTTCTTGAATGAGAATATTCCTTCAAAAAATCTAAAATAGATTTTT 
5941 + + + + + + 6000 

ATTCCAGAAAGTCCCGATCGAAAAATTGCGATATAATTACGAAATTTGTGATAAAATGAC 
6001 + + + + + + 5060 

Repeat 4 

AAACCAATCAGCATCGTCGATCTCCGCCCACTTCATCGGATTGGTTTGAAAGTGGGCGGA 
6061 + + + + + + 6120 

=================> 

GTGAATTGCTGATTGGTCGCAGTTTTCAGTTTAGAGGGAATTTAAAAATCGCCTTTTCGA 
6121 + + + + + + 6180 

AAATTAAAAATTGATTTTTTCAATTTTTTCGAAAAATATTCCGATTATTTTATATTCTTT 
6181 + + + + + + 62 40 

A(n717) 

GGAGCGAAAGCCCCGTCCTGTAAACATTTTTAAATGATAATTAATAAATTTTTGCAGCAA 
6241 + + + + + + 6300 

Q 

T(nl949) 

I 

GTGTGGAGAAAGAAGCCGAGCCAAGCTGACATTCTGATTCGATACGCAACGACAGCTCAA 

6301 + + + + + + 6360 

VWRKKPSQADILIRYATTAQ 
410 420 

A(nl286) 

I 

TATGTTTCGTGGAGAAACAGTGCTCGTGGATCATGGTTCATTCAAGCCGTCTGTGAAGTG 

6361 "- + + + + + + 6420 

YVSWRNSARGSWFIQAVCEV 
430 440 

T(nll29,nll64) 

TTCTCGACACACGCAAAGGATATGGATGTTGTTGAGCTGCTGACTGAAGTCAATAAGAAG 

6421 " + + + + + + 6480 

FSTHAKDMDVVELLTEVNKK 
450 460 

T(n2430) A(n2426) 
I | | intron 7 

GTCGCTTGTGGATTTCAGACATCACAGGGATCGAATATTTTGAAACAGATGCCAGAGGTA 

6481 "-- + + + + + + 6540 

VACGFQTSQGSNILKQMPE 
470 480 
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Repeat 5 

CTTGAAACAAACAATGCATGTCTAACTTTTAAGGACACAGAAAAATAGGCAGAGGCTCCT 
6541 + + + + + + 5600 

TTTGCAAGCCTGCCGCGCGTCAACCTAGAATTTTAGTTTTTAGCTAAAATGATTGATTTT 
6601 + + + + + + 6660 

GAATATTTTATGCTAATTTTTTTGCGTTAAATTTTGAAATAGTCACTATTTATCGGGTTT 
6661 + + + + + + 6720 

CCAGTAAAAAATGTTTATTAGCCATTGGATTTTACTGAAAACGAAAATTTGTAGTTTTTC 
6721 + + + + + + 6780 

AACGAAATTTATCGATTTTTAAATGTAAAAAAAAATAGCGAAAATTACATCAACCATCAA 
6781 + + + + + + 6840 

GCATTTAAGCCAAAATTGTTAACTCATTTAAAAATTAATTCAAAGTTGTCCACGAGTATT 
6841 + + + + + + 6900 

Repeat 5 

< = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = = == = = = = = = = = = = = 

ACACGGTTGGCGCGCGGCAAGTTTGCAAAACGACGCTCCGCCTCTTTTTCTGTGCGGCTT 
6901 + + + + + + 6960 

T(nll63) 

GAAAACAAGGGATCGGTTTAGATTTTTCCCCAAAATTTAAATTAAATTTCAGATGACATC 

6961 + + + + + + 70 20 

M T S 

CCGCCTGCTCAAAAAGTTCTACTTTTGGCCGGAAGCACGAAACTCTGCCGTCTAAAATTC 

7021 + + + + + + 7 o80 

RLLKKFYFWPEARNSAV* 
490 500 
ACTCGTGATTCATTGCCCAATTGATAATTGTCTGTATCTTCTCCCCCAGTTCTCTTTCGC 
7081 + + + + + + 7140 

CCAATTAGTTTAAAACCATGTGTATATTGTTATCCTATACTCATTTCACTTTATCATTCT 
7141 + + + + + + 72 oo 

ATCATTTCTCTTCCCATTTTCACACATTTCCATTTCTCTACGATAATCTAAAATTATGAC 

7201 + + + + + + 7260 

GTTTGTGTCTCGAACGCATAATAATTTTAATAACTCGTTTTGAATTTGATTAGTTGTTGT 
7261 + + + + + + 7320 

GCCCAGTATATATGTATGTACTATGCTTCTATCAACAAAATAGTTTCATAGATCATCACC 
7321 + + + + + + 7380 

CCAACCCCACCAACCTACCGTACCATATTCATTTTTGCCGGGAATCAATTTCGATTAATT 
7381 + + + + + + 744 0 

TTAACCTATTTTTTCGCCACAAAAAATCTAATATTTGAATTAACGAATAGCATTCCCATC 
7441 + + + - ___ + + + 75 0 o 

TCTCCCGTGCCGGAATGCCTCCCGGCCTTTTAAAGTTCGGAACATTTGGCAATTATGTAT 
7501 + + + + + + 75 6 o 

AAATTTGTAGGTCCCCCCCATCATTTCCCGCCCATCATCTCAAATTGCATTCTTTTTTCG 
7561 + + + + ___ + + 76 2o 

CCGTGATATCCCGATTCTGGTCAGCAAAGATCT 
7621 + + + -__ 7653 
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Alignment of ced-3 and Human Interleukin -ip convertase 

ICE 1 MADKVLKEKRKLFIRSM. . . . GEGTINGLLDELLQTRVLNKEEMEKVKRE 

Ced- 3 1 ... MMRQDRRSLLERNIMMFSSHLKVDEILEVLIAKQVLNSDNGDMIN . S 

F 

BGAFQ ===== ============================ 

PBA ========== =============================== 



BFAFQ 
PBA 



47 NATVMDKTRALIDSVIPKGAQACQ . ICITYICEEDSYLAGTLGLSADQTS 
:||.:| |.::..| ..|. | : :: .. ||:.|, | .. 

47 CGTVREKRREIVKAVQRPGDVAFDAFYDALRSTGHEGLAEVLEPLARSVD 

>lr 
R 



BGAFQ 
PBA 



autocleavage site 

9 6 GNYLNMQ DSQGVLSSF 

:| :::: || : t||| 

97 SNAVEFECPM SPASHRRSRALSPAGYTSPTRVHRDSVSSVSSFTSYODIY 

serine-rich region 



BGAFQ 
PBA 



PAPQAVQDNPAMPTS SGSEGNVKLC SLE 

|:..|....|. :.|| ,| . 

SRARSRSRSRALHSSDRHNYSSPPVNAFPSOPSSANSSFTGCSSLGYSSS 



BGAFQ 



140 
197 



EAQRIWKQKSAE I YP IMDK SSRTRLAL 

...:.|..::. | : :. ||. :.| 

RNRSFSKASG PTQYIFHEEDMNFVDAPTISRVFDEKTMYRNFSSPRGMCL 



Fig. 6A 
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ICE 167 I I CNEEFDS I PRRTGAEVDITGMTMLLQNLGYSVDVKKNLTASDMTTELE 

II H I-I...I ..:[ h- =11-1 .|.|||«.*| •« 

Ced-3 247 I I NNEHFEQMPTRNGTKADKDNLTNLFRCMGYTVI CKDNLTGRGMLLT I R 



BGAFQ 



BGAFQ 



2 17 AFAHRPEHKTSDSTFLVFMSHGIREGICGKKHSEQVPDI . LQLNAIFNML 
.||.«..| >||.<||m||| :.|.| |.|| : :.|:::| 

297 DFAKHESH. . GDSAILVILSHGEENVIIG VDDIPISTHEIYDLL 



active site autocleavage site 
266 NTKNCPSLKDKPKVI I IQACRGDSPGWW . FKDSVGVSGNLSLPTTEEFE 
|. |.|.| :|||::::|||||:..: .: . |||:. ..: .. :: : 
339 NAANAPRLANKPKIVFVQACRGERRDNGFPVLDSVDGVPAFLRRGWDNRD 

s 



BGAFQ 



315 DDAI KKAH IEKDF I AFC SSTPDNVSWRHPTMGS VF I 

= . : :| . = |„ :..|:: ||||:...|| || 

389 6PLFHFLGCVRPQVQQVWRKKPSQADZLIRYATTAQYVSHRNSAR6SWFI 

stop stop 



351 GRLIEHMQEYACSCDVEEIF. . . . RKVRFSFEQPDGRAQMPTT . ERVT . L 
. :.| : ..| . || |» :|| :|: .:|.. :. | .: | 
439 QAVCEVFSTHAKDMDWELLTEVNKKVACGFQTSQGSNILKQMPEMTSRL 

± 4, i ± 

V V K F 



395 TRCFYLFPGH* 404 

: ||::|: 
489 LKKFYFWPEARNSAV 503 
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Lines 



1 01 MMRQDRRSLLERNIMMFSSHLKVDEILEVLIAKQVLNSDNGDMINSCGTV 50 

2 W_ LE...K.QA.L..D V R.E 

3 TVSISLI..R M 

1 51 REKRREIVKAVQRP6DVAFDAFYDALRSTGHEGLAEVLEPLARSVDSNAV 100 

2 . DNEK R..E D...ND..D..M..S.P .P. 

3 

1 101 EFECPMSPASHRRSRALSPAGYTSPTRVHR(pS|vSSVSSFTSJYQDIYSRA 149 

2 PM S P .A I T...V 

3 S 

1 150 RSRSRJ3RALHSSDRHNYSSPPVNAFPSQPSSANSSFTGCSSLGYSSSRN 198 

2 ..S..S..P.Q M.AA_TS A 

3 T...__..P..T V..S_.S.Q...A S T 

1 199 RSFSKASGPTQYIFHEEDMNFVDAPTISRVFDEKTMYRNFSSPRGMCLI 247 

2 T.AQS Y H L. . . 

3 ..Y AHS Y H T...L... 

1 248 INNEHFEQMPTRNGTKADKDNLTNLFRCMGYTVICKDNLTGRGMLLTIRD 297 

2 1 E..S...S 

3 P IS I.H M 

1 298 F AKHE SHGDS AI LVI LSHGEENVI I GVDDI P I STHE I YDLLNAANAPRL A 347 

2 .GRNDM VSVNV 

3 ...N.T VSVNV.... x 



1 348 NKPKIVFV |QACRG[ ERRDNGFPVLpSlVDGVPAFLRRGWDNRDGPLFNFLGC 397 

2 L SLI 

3 L V LI KG 

1 398 VRPQVQQVWRKKPSQADILIRYATTAQYVSWRNSARGSWFIQAVCEVFST 447 

2 M..A L 

3 A A L 

1 448 HAKDMDWELLTEVNKKVACGFQTSQGSNILKQMPEMTSRLLKKFYFWPE 497 

2 L 

3 A L 

1 498 _ARN_SAV 503 

2 DRG. . ... 

3 _D..RS... 



Fig. 7 
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lnterleukin-ip convertase cDNA sequence 

1 AAAAGGAGAG AAAAGCCATG GCCGACAAGG TCCTGAAGGA GAAGAGAAA6 

51 CTGTTTATCC GTTCCATGGG TGAAGGTACA ATAAATGGCT TACTGGATGA 

101 ATTATTACAG ACAAGGGTGC TGAACAAGGA AGAGATGGAG AAAGTAAAAC 

151 GTGAAAATGC TACAGTTATG GATAAGACCC GAGCTTTGAT TGACTCCGTT 

201 ATTCCGAAAG GGGCACAGGC ATGCCAAATT TGCATCACAT ACATTTGTGA 

251 AGAAGACAGT TACCTGGCAG GGACGCTGGG ACTCTCAGCA GATCAAACAT 

301 CTGGAAATTA CCTTAATATG CAAGACTCTC AAGGAGTACT TTCTTCCTTT 

351 CCAGCTCCTC AGGCAGTGCA GGACAACCCA GCTATGCCCA CATCCTCAGG 

401 CTCAGAAGGG AATGTCAAGC TTTGCTCCCT AGAAGAAGCT CAAAGGATAT 

451 GGAAACAAAA GTCGGCAGAG ATTTATCCAA TAATGGACAA GTCAAGCCGC 

501 ACACGTCTTG CTCTCATTAT CTGCAATGAA GAATTTGACA GTATTCCTAG 

551 AAGAACTGGA GCTGAGGTTG ACATCACAGG CATGACAATG CTGCTACAAA 

601 ATCTGGGGTA CAGCGTAGAT GTGAAAAAAA ATCTCACTGC TTCGGACATG 

651 ACTACAGAGC TGGAGGCATT TGCACACCGC CCAGAGCACA AGACCTCTGA 

701 CAGCACGTTC CTGGTGTTCA TGTCTCATGG TATTCGGGAA GGCATTTGTG 

751 GGAAGAAACA CTCTGAGCAA GTCCCAGATA TACTACAACT CAATGCAATC 

801 TTTAACATGT TGAATACCAA GAACTGCCCA AGTTTGAAGG ACAAACCGAA 

851 GGTGATCATC ATCCAGGCCT GCCGTGGTGA CAGCCCTGGT GTGGTGTGGT 

901 TTAAAGATTC AGTAGGAGTT TCTGGAAACC TATCTTTACC AACTACAGAA 

951 GAGTTTGAGG ATGATGCTAT TAAGAAAGCC CACATAGAGA AGGATTTTAT 

1001 CGCTTTCTGC TCTTCCACAC CAGATAATGT TTCTTGGAGA CATCCCACAA 

1051 TGGGCTCTGT TTTTATTGGA AGACTCATTG AACATATGCA AGAATATGCC 

1101 TGTTCCTGTG ATGTGGAGGA AATTTTCCGC AAGGTTCGAT TTTCATTTGA 

1151 GCAGCCAGAT GGTAGAGCGC AGATGCCCAC CACTGAAAGA GTGACTTTGA 

1201 CAAGATGTTT CTACCTCTTC CCAGGACATT AAAATAAGGA AACTGTATGA 

1251 ATGTCTGCGG GCAGGAAGTG AAGAGATCGT TCTGTAAAAG GTTTTTGGAA 

1301 TTATGTCTGC TGAATAATAA ACTTTTTTTG AAATAATAAA TCTGGTAGAA 

1351 AAATGAAAAA AAAAAAAAAA AAA 



Fig. 8 
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Fig. 11 D 
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Fig. 15G 



